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The murine plectin construct (P1aABD, 1--263) contains the N--ter tail and the actin--binding domain (ABD) 28 of plectin isoform 1a (Uniprot accession number: Q9QXS1--3). The truncation mutants of P1aABD were 29 generated to express various lengths of the N--ter segment, and were named P1aABD Δ11 (12--263), 30 P1aABD Δ22 (23--263), P1aABD Δ32 (33--263), and P1aABD Δ37 (38--263) . The integrin β4 construct termed 31 β4Fn12 (1126--1355) comprises the first pair of fibronectin type III domains including a part of the 32 connecting segment (CS) of integrin β4 (Niessen et al., 1997) and was cloned using the cDNA of human 33 integrin β4 (Rezniczek et al., 1998) . The full--length calmodulin construct (CaM, 1--148) and its truncated 34 versions encoding the N--ter and C--terminal lobes (CaM NL (6--73) and CaM CL (83--148), respectively) were 35 prepared by cloning the entire human CaM gene III (Uniprot accession number: P62158). To generate 36 constructs for heterologous expression in E. coli, plectin, calmodulin, and integrin β4 cDNAs were cloned 37 into the pETM--14 vector, which encodes an N--ter His 6 --tag and the 3C protease cleavage site. 
47
Oligonucleotide primers were designed to mutate two hydrophobic residues (Leu25Asp and Val29Asp) 48 in the N--ter tail of plectin 1a. The PCR was carried out using the pMG39 vector mentioned above and the 49 mutagenesis oligonucleotide primers (LVDD--F: 5' AGCTCAGAGGACAACGACTACCTGGCTGACCTCAGA 50 GCCTCCGAG and LVDD--R: 5' CTCGGAGGCTCTGAGGTCAGCCAGGTAGTCGTTGTCCTCTGAGCT). The 51 amplified vector was incubated with DpnI at 37 °C for 1 h to digest the template plasmid, followed by 52 the transformation of competent E.coli DH5α cells.
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The proteins were overexpressed in E. coli Rosetta2 (DE3) pLysS cells at 18 °C for 16 h after IPTG 54 induction once the population reached an OD 600 of 0.6. Cells were lysed by sonication and protein 55 purification was carried out using a 5 ml HisTrap HP column (GE Healthcare). To remove the His 6 --tag, 56 proteins were dialyzed against buffer containing 20 mM Tris--HCl pH 7.5, 500 mM NaCl, 0.1 mM EDTA, 
69
Structural parameters, zero--angle intensity (I(0)) and radius of gyration (Rg), from the Guinier plot were 70 calculated using PRIMUS (Konarev et al., 2003) . The program GNOM was employed to generate the pair 71 distribution curve for determining the maximum dimension (D max ) and to obtain Rg and I(0) values 72 (Svergun, 1992) . Ab initio shape determination was computed by the program DAMMIF (Franke and 73 Svergun, 2009 ) and generated dummy models were averaged using the program DAMAVER (Volkov and 74 . Rigid--body modeling of the complex was performed by the program CORAL (Petoukhov 
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FRET efficiency is given throughout the text as mean ± SEM. Supplementary Table 1 Subscores per peptide c) P--value for cross--linked peptide d) MS/MS spectra for ion species differing in charge or oxidation state; mass and P--values represent best match 172 173 Figures 3--5 Interfacing hydrophobic residues of two lobes determined by Ligplot are superimposed and 276 shown in sticks; N--lobe in blue and C--lobe in green, showing that Leu18 (59.9 Å 2 ) and Val55 (7.2 277 Å 2 ) in N--lobe offer a larger surface areas than Val91 (12.0 Å 2 ) and Ala128 (4.6 Å 2 ) in C--lobe. 278
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Zero--length cross--link sites identified for complexes of P1aABD with CaM or integrin β4
Supplementary Table 2. (Supporting
Hydrophobic residues of P1a corresponding to a 1--5--8 motif (Leu25--Val29--Ala32) are displayed 279 in yellow. 280
